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Goat whey proteins were digested in two steps to simulate gastric and duodenal digestion. 
Gastric digestion was simulated using either human gastric juice (HGJ) or porcine pepsin A at 
three different pH values. During simulated duodenal digestion either human duodenal juice 
(HDJ) or corolase PP (porcine pancreatic enzymes) was used at pH 8. The degradation 
profiles of the whey proteins were compared by SDS PAGE and the peptides produced were 
identified by nano-LC Q-TOF.  
 
The higher the pH in the first step of the hydrolysis (simulated gastric digestion), the less 
degraded were the final hydrolysates. The porcine enzymes seemed to be more efficient at 
degrading the proteins especially at pH 2 in the first step, even though the enzyme activities 
were kept constant. pH 6 during the simulated gastric digestion resulted in poor protein 
degradation.  
Different peptides seem to be produced depending on whether human or porcine enzymes 
were used as found by LC-MS/MS identification. 
 
 


